Background 28 Brucellosis is a common and chronic disease of cattle and other bovids that often causes 29 reproductive disorders. Natural infection in cattle is caused by Brucella abortus and transmission 30 typically occurs during abortions, calving, or nursing. Brucellosis is also a major zoonotic 31 disease due to contamination of dairy products or contact with the tissues of infected animals. 32 Brucellosis has been eradicated from most of the developed world in the last forty years but 33 persists in many regions; B. abortus remains prevalent in portions of Africa, the Middle East,
than those found in much of the rest of Europe and North America, and are more closely related 48 to strains from the Middle East and Asia. Our assays targeting genetic substructure within Italy allowed us to identify the major lineages quickly and inexpensively, without having to generate 50 whole genome sequences for a large isolate collection. These findings highlight the importance Introduction WGS SNPs paired with extensive epidemiologic data for analyzing the distribution of B. abortus 169 isolates throughout endemic regions. Aims of the study 173 The study was conducted to genetically characterize Italian B. abortus isolates from 261 animal 174 cases in southern Italy from 2011 to 2014. The overall goal was to trace the origin and the global 175 connections of bovine brucellosis in Italy and to develop a rapid genotyping method for novel 176 isolates. (Table 2) for whole genome sequencing using results from our VNTR study [17] . 193 We sequenced the isolates with an Illumina MiSeq to produce paired 300 bp reads with a 400 bp 
Whole genome sequencing and SNP detection

Acknowledgments 245
We thank Istituti Zooprofilattici Sperimentali (IIZZSS) for the technical support. We are grateful to 246 Paola Di Giuseppe for providing assistance on the graphics. for the East Italia (B) and red for the Trans Italia (C). 
